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Technical Appendix Figure. Correlation of genomic sequencing of Seoul virus (SEOV) between cycle

threshold (Cy) values and multiplex PCR-based next-generation sequencing (NGS) coverages. A) S segment;

B) M segment: C) L segment. Correlation of the genomic sequencing of SEOV between C: values of real-time

PCR and multiplex PCR-based NGS coverages was analyzed by using GraphPad Prism version 5.0
(GraphPad Software, San Diego, CA, USA). L, large; M, medium; S, small.
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